other biological functions of BAM1/2 remains to be determined. Mutants and transgenic plants used in this study are summarized in Table S1 . Seedlings used 1 2 3 for quantitative RT-PCR (qRT-PCR) and xylem phenotype analysis were grown on half strength Murashige and Skoog (1/2MS) medium containing 1% sucrose and 1% agar. Plates were 1 2 5 placed vertically in a growth chamber with a photoperiod of 16 h light/8 h dark at 22°C. SCR:C4 1 2 6 5 plants used for phenotyping were grown in soil under the same environmental conditions 1 2 7 described above. qPCR was conducted as previously described 12 . All primers used for qPCR are listed in Table   1 3 7 S2. 
Constructs and generation of transgenic lines
To generate the pSCR:C4 construct, the coding sequence of C4 was cloned into pENTR/D- In situ hybridization was performed as previously described 15, 16 . The probe for PHB detection 1 4 7
was cloned into the pGEM-T Easy vector (Promega, USA), using the primers listed in Table S2 .
For microRNA in situ hybridization, a specific miR166 LNA probe (QIAGEN, Germany) was 1 4 9
used. 100 ng probe were used per slide. The hybridization temperature was 52°C for PHB 1 5 0 detection, and 58°C for miR166 detection. Small-RNA (sRNA) data analyses were performed using a pipeline previously described 17 . Briefly, raw reads were trimmed using trim_galore v0.4.0 (https://www. bases that have a quality score lower than 10. Reads that could not be aligned to structural All confocal images were acquired using a Leica TCS SP8 point scanning confocal microscope. For basic fuchsin staining, 5-or 6-day-old seedlings were first treated with 1M KOH solution for 1 6 8 6 hours at 37°C. Seedlings were then stained with 0.01% basic fuchsin solution in water for 5 1 6 9 minutes, and subsequently destained in 70% ethanol for 10 minutes. To check BAM1 1 7 0 expression pattern and SHR-GFP movement in the root tip, 5-day-old seedlings were imaged 1 7 1 after propidium iodide (PI) staining. The settings used for the laser scanning are as follows: (2012). 018-05571-0 (2018). 
